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并采用生物信息学方法建立了 27 条超过 2 层关系的蛋白质相互作用动力学网络
作为这个数据库动力学研究细胞过程的全新应用。 
 


























Interactions between molecules, especially protein-protein interactions are 
implicated in almost every cellular process, biological pathways and their underlying 
molecular events. Qualitative and quantitative study of protein interaction networks is 
believed to play key roles in the exploration and engineering of cell behavior and in 
the development of novel therapeutics to combat diseases. Developing the 
protein-protein interaction network especially Kinetic data interaction network is not 
only important to research on science but also to experiment technology even drug 
design. In this article, we construct kinetic protein-protein interaction networks based 
on Kinetic Data of Bio-molecular Interaction database (KDBI) to facilitate both 
qualitative and quantitative study of cellular processes. KDBI is a collection of 
experimentally determined kinetic data of protein-protein, protein-nucleic acids, 
protein-ligand, nucleic acids-ligand binding or reaction events described in the 
literature. Based on KDBI, totally 27 kinetic protein-protein interaction maps of more 
than 2 levels are created with bioinformatics method as its novel application for 
quantitative study of cellular processes. 
 
















































分析、再现生物的信息以了解生命过程的学科 (Computer-assisted data 
management discipline that helps us gather，analyze，and represent 























































































1.2.1     传统方法 
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力的蛋白，如 DNase I 与肌动蛋白之间的相互作用
[11]
。 






















 表面等离子共振技术 (Surface Plasmon Resonance， SPR) 



















图 1.1 表面等离子共振检测系统 










 蛋白质探针技术 (Protein probing) 
基本原理是: 用目的蛋白为探针筛选表达文库， 在硝酸纤维素膜上探测与





























双杂交技术 (Two hybrid system) 






活因子的两种结构域也能使转录正常。可分别使 DB 与 AD 同“诱饵”蛋白（X）
和“猎物”蛋白（Y）形成融合蛋白，并在真核细胞内同时表达。如果两者可以
发生作用，就能使 AD 与 DB 在空间上充分接近，从而激活报告基因的转录。 
1.2.1.3 遗传学方法 
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